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37 == TLAATVSDVNIR|Y=ccccccccccccccccccccccccccccccccccccccnaa
72 == TLATTEQDDNIRTY=ccccccccccccccccccccccccccccccccnacacaaas
25 -u RQLKN=-TDMNQRAY cccccccccccccccccsssscccsccccssccnnannnees

e EDTNHKAY=-ccccccccccccccccccccccccccccccccnncccaa"

FPmMm-H—PPrPFrP>P>P>P>D>D>>>>>>
O V|Pr 1P O0OZMmMVnZ00000000Z

KPWIDTTR-------mmm e e e e e e e e = - FVSSSSSATCPQDLKEAVAQRAME
AW I DPNEDAPESTRVKRAR= === === ===~~~ AHETGTHRSAHNIVQEQIQRRAME
DIAKADBD-------m-eccmcc e e cm e m e mm = m PNQKANA

T
o

N

N

N

N

D

N

47 - - AYA-TEQDANIRAY - - - - cm e e e e e e cm e e e e e e mm === N
40 - - KLS-KHQDINKRAY === - - c s e e e e e m e e e e e m e = m === N
53 - - DLA-KHIDPINIRBY --------ccccmmmc e e e e e e e e e e e e m e = S
18 - - RMADSCTTLSQHAY === ---mmcmc e e c e m e c e cm e e e e === = N
63 - - TKVQAELLGBSHLNEFN------ccmmmcmmm e e e m e e e e e e e === = N
46 - - KRTNMPWRKERDKN= === - e cmm e e m e e e e m e mmm e e e mm === = N
lmmmmmmmmmmmmm = MEERVEB---------mecmmme e e e e e e e e e e e e e mmm - Y
105 EK PWBIKKYDPIS-------m e e m e e e e e e e e e m e mm - “
29 - - PWBIKDRDP - - -~ == === - cmeccccccc e e e e e e e e e e e mm ===~ E
19 -R PWB I DKTP------------ccccccccccccc e e e e cmc e e e mm ===~ E
134 - - PWRRNFHS----~~~- HHAPPPPGPQGGDGCEPKEYWAG---CDET L
55 - - PWRRNPHS - - - - -~~~ KLSAEAVAAAAAAGQE--~-----=====~~ R
110 - - VMTRRRRRVKVEVEAEAEAVTVADAARMWTERAFEG---ETSD T
80 -- LQLPWRIQ---------------e-cccccccmcmcmmmmmmmmmm == M
17 --JPLPWR- - - - ----------- - cmme e R
52 - - R-QKTTNPS----QE-=-===----eecccccccmm e e e e e e e === = N
62 - - R- ITQTKETPFKEEE-==--====--cccccemmm e e mmm = = N
99 - - PWBTP TTTTTHEDEDDAD---=--===mecccmccmcmmmmm e m == N
144 - - PWEBIN- - -----~-~--~-- L e T K
71 - - PWH--------- CVSBS-------mmmmm e e m e e e e e e e m == - E
68 - - R----AAEPAGBSESE-------------cccmmmmc e e e - S
173 - - INLYSCLENPSYSADGAGE ICKEESGVGVMNDASLSGVLCRDSMHNATETEGERANA "
30 - - KDEYKEEQKDD DDR-===mmmmmmmmmmc e e e e e e === = D
34 - - KKECIPPSEDSPILED----------ecmccmmccmm e e mm = m = = T
134 TT KPFLTN----cccmm e e e e e e e e e e e e e mm = - PSRADLS----RRAME N
139 TL FQPREB-------------cccmmmmmm e e e e e - - TLTRSQLS----RRANE T
142 TK KAWISPD-----cmm e e e e e e e e e e e e m e - DHGQDELRDLLERRAME N
138 TK KAWINPK--=--cmmmmm e e e e e e e e e m e m = e DHLPDDLRNLLERRAME N
N

N

L

K

171 S S
70 HD®L
6 DA

HhH-CPD Domain
L |

DNA Minor Groove Reading Motif

G
Glu Cln
L L
H HHHHHHHH HHHHHHHHHHHHHH HH
HHHHHHHHHHH HHHHHHHHHHHHHH HH
HH HHHHHHHHHH HHHHHHHHHHHHHH HH
H HHHHHHHHHH HHHHHHHHHH HHH

SABLE- - - - - - - - - - oo Al QL 3R 223
SASLE- - - - - - - - - o e e S QL 3R 197
AAASLE- - - « « « « = oo e AC RL iR 188
A\RSSLE- - - - - - -« - oo S KL R 181
VAATLE- -« - - -« o oo AL LKQ 3R 154
VAATLE - - - - - - o oo S LKQ R 189
TATLE- - -« « - - oo S LKE 3R 141
KASLE- -« -« — — oo AC RKE 3R 114
ARASLE- - - - - = = = = = o o e SC KE s L 163
AKASLE- - - « « = = = = m o e SC MK K iR 156
KATLE - - -« - - - oo oo S KQ 3P 169
NETER- - - - - - o S LKT R 135
SATLE- - - - - - - oo oo N VKE 3P 183
KADLE- - - - == == == e mmm e e = AC RE 3R 161
EHPPOQ- - - - - - - mm e S EQC 3P 104
A KA D~ = = = = = = o e R 3 EKE 3R 224
\DADEF- - - - - - - - e oo EC N S-R 3P 137
ANAPLD - -« -« - o oo oo T N A R| 128
SATRE- - - - - m e e e o AL S F N 2P 281
"ASOE - - - — — — - e AC Y ABRPEN - - - - - -~~~ -~ 180
\EASOE- - - - - - - - e e AL 4F L-K 3P 265
AAATIEE- - --------cccmmmme e AL M E-Q "\ 191
AAASLE -~ - -~~~ - , HLHR - - - - - R-E 2P 120
NOASLE- - - - - -« e A F R-K D 172
NDASLE- - - - - - e m e e e e AC F | R-K 2D 187
LASLE- - - -« — =« « = oo AC C R-E N 225
3Q A NLIVSRSRELSFLREGNEKK Al F QA M- K 3Q 277
AAATOE- - - - - - cm e e e e AC F A R-E sD 182
AAATOE- - - - - - c e e e e - AC F R-E sD 188
Yol VSSSAFIPNSS---vQSCL A F K T 347
VADMD - - - - - - m e e S AKN 3P 158
EAEMN- - - o mem e S . 2P 162
OATEE- - - - - - - - - e oo - TC MK H 256
AAAEEE- ----cccm e e e e e MR - 264
VAABAD - - - - - - - m e e e e EDK 272
AAASAD - - « « - = = m e e e - EAK 268
AREPD - - - - o o e e e e ESK 93
AROPE - - - - o o e e S LGY Y SRATRILHALAQLVYCPPPEEGG--------mmmmmmm e e e e mm 282
A\DASVD - - - - -« e e e / LAIAWRGLGYYGRA _ QEEHHE CEK 220
A\RAS | E- -« « — — — — w oo T L ALE __ ; A LEPNWPKHLARE 125

HhH Pseudo Motif
| CE—1
Tyr
L
H H HH HHHHHHH HHHHHHHHHHHHHHHHHH HHHHHHHH HHHHHHHHHH
H H HH HHHHHHHH HHHHHHHHHHHHHHHHHHH HHHHHHHHH HHHHHHHHHH
H HH H HHHHHHH HHHHHHHHHHHHHHHH HHHHHHHHHH HHHHHHHHHH
H HHHH HH HHHHHH HHHHHHHHHHHHHH H HHHHHHHHHH
SS-TLVSQQ PAR----- e m e e e e m = =

TS-TLVSHH
SS-LAVIDC
ST-LAVSDK

TE-PVVTEA PDR----mmmmm e e e -
SS-PAVTDA PER--------mmmmmmm e mmm =
TS-PQVMEV L R

TT-QNVMTA
TS-NTTMDH
TS-QTAIDT
SK-KSVVDV
TN-KTVISH
SS-KAVNDF
KK-AKTVEL
KA-RSSVK
TE-PATIKF
AK-PSTRKR
K-KEVENK

OrFrunrFrrOPr—H>rrerre>>Pr>>I>

PC<mMrMAAAO00MND0000000R0RN
ALVODXmMMMMAZVODWKVMIOWnNZOZ

KEBPTK-GETAKE
CCTNVW-KGDGKR
------ KEKE
PIKD- SMTVKK
PIKD-KVTVKK
PIKH- SAT IKN
PKD-RLTARN

QKE~SSTVKR
PIKE-SSTVKR
PIKA-STTVKL

OXAODXXPP>D

ImF—m<<xx=xmmp=o

P<m>EEmm>XO>

MSH6 Binding Site [4Fe-S] Binding Motif
¢ ¢ |

Adenine Recognition Site
>

Cin  Clu Pro
*—@ ©

H HHHHHHHH HHHHHHHHHHHH HHHHHHHHHHHH HHHE H

H E HHHHHHHHH HHHHHHHHHHHHH HHHHHHHHHHH H HH

H EEEE EEHHHHHHH HHHHHHHHHHHHH H HHHHHHH HHHHHHHHHHHH HHE H

HHHHHHHHHHH HHHHHHHHHHHHHH HHHHHHHHHHHH HH

302 LERARQRVEQEQLLASGSLSGS-----~---~-~~ D o Y . N R T Gac 336
276 LCRAMIQRVQREBQLSA---LPGR--- -~~~ -~~~ DN o Y e RQC 307
267 HCHAWRRVEKELASASQKLFGKTTL- -~~~ -~ o A A T e C 303
260 QCKAMILKV I AEKESAVKTLIKKQASP-- IAKDVEGD IEDCDLGP - ----------ccmmmcmmcmc e m e m e cm e c e e e mc e e e e e e e === === = LC 303
233 HEREMHRVNFKKEKNS | KLMGBKLDR--KPPIS-LPDIEDCLN-=------cecmmmcm e e e e e e e e e c e e e e e e e e e e m === ==~ SG 272
268 HEHAFKK | SMKQEMDCKRLLNKLAT-=NPKNPVPDIENCMS === - - s s m s e e e e e e e e mmm e mmccc e e e e e e e e e e m === === AG 308
220 LIERAMQQVEKEKKKSANKLENMLTKRVEASGBSVQDIEDVID----mmmmmmmm e c s cm e m e mm e m e mc s e c e e e e e e e e e e = o= === C 262
193 HERATQQMDQLTRDLATKLTKSNGBQSLPEEKDIVDIECAAD- === === == - e mmmmc e e e e e m e c e e e e e e e e e e e e m == m === C 235
242 S SQVEDFK-DKFTKRITEBER-=-==-~==~~ | SACDQD | =======mmcmeccce e e e e e e e e e e c e e m e m e m = EDC 275
235 F KQVESYKKDNASKF I TNDNHN= =~ -~~~ NSIPDIECLI==----mmmcme e m e e c e mc e e cc e ec e e e e m e m = m === EEC 273
248 M KRSNPKEAAGP----------nceomn- ADIEDVPD--------mmmmccc e e e e mmmc e e e c e e e mm - C 272
214 L KAQVKKASMENKQACLFNNSY === - - ccm e e e e e e e e e e e e mccccccccccecceecceeceeeeeeeeee—eee e = - === === N 239
262 L KKB- I FLFVIPLVSWINQIC-----mmmmmmme e e e c e e e e e e e e e e e e e e e e e e e e e e e e e e e — e e e — === === | 286
240 N NQLQLYKSLSK-=-~-~--~ NGFFNEKKRKQMESEHECEICDEIQSD-=====--mmcmmccm e e e e e e e e mcc e m e e e e e = m == === 282
183 QCMA¥ | EQEQFQH I SDTTTHESQTY I SDLDDKSQ I KVHQTNLKPSKDSSRRDIQD= === -mmmmmm o cm e e m e e m e e e m o mmmm == m = = = TPC 240
311 A AELSNSPISQPISTTKSDCKLCA------mmmmmcce e e e e e e e e e e e e e e e e e e e e e e e e e c e e e e - e e e e — == ===~ 336
33 < (0] N R e T e 223
207 LY R e i 214
365 - V- Y N Y-\ < e e 375
209 SCAABRAVRRHEEAGBRAGE------------cccm e m e e cmc e m e c e e e e e c e e e ec e e ee e e e e c e — e — == 228
344 A B 0 A Y < i T e 356
273 FERAAALP I SVRQSTPYBVA-------cmmmmm e e e e e e m e m s e e m e m e mc e c e s mmm s e e s emmmmmmm e e e e m e 292
195 F .8 4 7Y L R e e 209
251Q L I R e 259
266 Q LI R e 274
304 Q Y T T e i 312
356 Q LY Y e i 364
261 H LY Y e i 269
266 H LI B T e e 274
426 Q L 1 T T i T e 435
237 | QEKIAIEQTDNSVRDVEDI ICQSHQS I SKNTCEICS----mmmcmm e e e c e c e e e e e e e cec e e e e ec e e e e m === L 278
241 | EKAMQ EQNV | RDBNT IKYDIEDVPCN-- === - cc e e e e e e e e e mm e m e e e e ceeccccccccccecccceeec e e e === | 268
344 SCMAMAEBGLALASG--------~--- LKQAVPDIEDG!-ACVLCELVEEDAMEAS -~~~ -~~~ - SQATEKKG----RQQTSKFFEAFQASSMKEKDVASRTP - - 419
356 T NEGR-----~-~-~~ GKDRELTDIEDG---CNLCAP | EEAASDGDE--~--ADKYTEPPPSKG----DGKLSRFFADTKR--AKQPNTAAQDL- - 434
368 T SSK-===mmm=- NQDTK IGD I EDM---CDLCESLEEETLDETEVKVEDTKASKKTTAK GKQMTLSAFAFKGPTEDKPAAAKANAA - - 456
364 T SQD---=-=-==~-~ NRETKLNDIEDA---CHLCEPFEDAEGDAAP----DAKSAKKTKANGSQSKQLTLASFAFKGPAIEKSSSNKANSTL -~ 448

ADQ-------~~- SKAARVPDIEDP---CTLCASFADSEAEPAV-~----~-~- AEKSVKKG--AKQGTLSAFFNSSSTKAKSAPN- IDSKP - - 267
ATQKGLVPEGK-VTARKRVVDIEDS---CTLC LEEAEESDKQE -------- SDTETKKR---KQGEVSAFFDKFKTSGTRRKKDAAEDSDP 447
RAPVSSPVAQSTTMRSDPSDI EDTCSWCQAVPDPADSPNSATDPQVAPTKNPRSTKSKLKSSPKSTPKRALTQTTLWGCPADDKLDRSRES 408

APE1 Binding Site

Val
L
HHHHHH EEEE
HHHHHH
HHHHHHH E EEEEEE HHHHHH HHHHH

337 HLCLPP SEPWDQT E ~=SE-=mmmmmmmmm 410
30BQLCLTSSSPWDPS E - =SE-=mmmmmmmm-m 382
304 PLCLPAAEPWDSS \' LQE--=========~~ 380
304 ALCVPTSDPWDSS MEQ-PAICVW- - ---------EKCGDHGELEMLIVQRPSSG- LLAGLWEFPSILLDEKFTE----======~~-~ 380
273 TCTLCP SEPWDDD AER-SLVCVV-----------VRRGHGGEHEFLLTQRP SKG- LLAGLWEFPCVPHEHKNDN---~-==-===~-- 349
309 SCNLCLSEDWDPQ VEQ-FLECIV-----------EHQRAGEESEMLLTQRP SKG- LLAGMWELPEVLLQADISE--~-~-======~~~ 385
263 SFCLPKEEPWDSS EEK-WAVAIV-----------S-CAEGPETKFLIIQRPETG- LLAGLWEFPSVQLDRDSQS-~--~~-======~= 338
236 SLCMDG- -PVDAN ) ERETNDE-EE P . PRI ENAEETSR-----=-=--m=== 309
276 SLCLPPSEPWNPEIC PMEKP AR E EECNEDDSEGN P A C PNEEKEK-------mmemmmmmm 349
274 KLCLKKTEPWDSRS - A MELP-------------c e e o WSN | PEBQBITD-------------"""- 323
273 LLCLP I DQPWTVKDE PREA .. R RPTNESDSNE P .. PSFPSHQWSDD----~-======~~ 350
240 VLALPVSEPWLFE PREP P . QLILTKNENKPGDCGSDLDBSK P . PHKEETE-----=-=========== 324
287 RQQYLVEEG- - TGLC P P P v PLFERTE---------ccemmmnn 352
283 - === ===~ LNEDA : - - . PBVERTSPNTN--- - e e e e o - 352
241 THCPMISVANI EDWP ITR¥P LEI ERKPPRQAHCAVVVVER--~-~-~-~-~-~-~-~-~LLESQAN-QLLVLKSPETG-LLAGLWDFPMEV I SDIDPA------mmmmm=-= 317
337 --P I P TUYMVFPMEIK ERKASRIVEEE EFVC I VQWREGDE-----~-------DQRRWLFEKBP EKG- LLAGLFEPPHTPVSAGLSS------=-===~~~ 411
224 -~ ------------VAEELPVEMKETAVEQVP LAVAVLAD-------~-~---~-~----DEGRVMLIRKRDSTG- LLANLWEFPSCEWDG---------------~~ 278
215 === mm - - P P P PQFADEE----~-----=-==-==~~ 268
376 == === === - - E PEKREERVAVRVVERKGG- - - - - RRDGV ABSS E G E PDNLEP--------=-=-~- 449
P R P AGVAP SAAAAPPHRAASR : . P LEPLGP EAE---~-~---~~==~~~ 306
357 ~mmmmm - PETA ABVVER - - - - - === == - - RETKEAGFEYLLSKRIP EGG- LLSGLWEFPNSLIATETDD---~-=-=-======-~ 421
293 - -~ - == - - P .. . VASVAP------ HAASDSTETL . 5 PNIMMERLPHA---------n-=- 365
P (| .. . LBRKG------------""""""- GLBGVP - - - - - - - - - -~ m e e e e - - 245
260 - =~~~ ==~~~ P P . EILGSC---GPVDNQK--THSK ' . PBCRIED- KEAD--~-----~-= -~~~ 333
275 == === === - P EITGRQ---DLIEGDQ--SSSVFLLVKRPDEG- LLAGLWEFPSVMLG-KEAD--~-~---~~=~~~~ 348
33 ---=-===-~ P KILEEQ---DISKGSQ--YNSRFLLVKRPNEG-LLAGLWEFPSVLLD-GEAD--~----~-~=~~~-~ 386
365 -~ === ===~ P P EIHN-====-~- LERNQ- - SGGR P A C PEVILN- EEAD----~-======== 434
270 ~ === === == P P P .. v IAQIL---EEEAADEKINFL P A ( PLVLVDQGKTD--=========== 346
275 ~ = - - - - P P P AVEVVQ | -~ -~~~ m e === - NL P A(C PRV S EEKTD---===c === 338
436 ---~--~-~~ PARVP P . ELES-=-~---~--~ QTKMSKAASSLLLVQRPPKG- LLAGLWEFPSAP LDNPNST-----=======-= 508
279 CEPDPPYTS-AEIWIQSRYPLRPPRVKQR I ERAIVVVFQS----~---~~~-~ QNSETDEKYFLIRKRPTGG- LLAGLWDLPTVEIGEDPWP - - - - -~~~ -~~~ 355
269 CITDIPSKEDLQNWVVARYPVHPARTKQREERALVVIFQK----~~-~~~-- TDPSTKEKF P . P JQESWP----------n-- 346
420 ----LSQELNTI I §H P P . Y |RR=-====== === ===~ PC A C P PAS-----mmmmm e mm - 486
435 - - - -DTRTLAVVVNHARKFP P .. VR - === === === === = P ] P R 500
457 - - - - SPRDMET | VDHARKFP LIV | K- IMAVRIEJEEFLVCV IR- - - - -~~~ --nn=- P PEBILQDAK-------=-==-==== 523
449 - - - - SARNMET | VDHARKFP LIV | K- MAVRIEJEEFLVCV IR- - - -~~~ ---n==- P . PEMILODPA-------------~~ 515
268 - ---TQRQMET IVEHARKEFP LIEVVE - MAVRIEEDTLVCA IR- - -~~~ - - ===~~~ P v P PDG----------=--~--~-~ 333
448 - AEP SSAAMEV I TEIHCCKNP PRTIRKLRIEEECLVVAIRR- -~ ---=--====- P . P PADLK-======m=mmmm- 520
409 DATLSSSSALLRAKY P APRVESRVVCIVRTTSL---=-===~~~ P . P S DQSTDNAKEGEGDYC 499
12 - === ====== MSWDA P P AVEBVILR---------memmmm - 3QGR . PNRQMDPQ--~---=========~= 251
DNA Clycosylase C
MutT-like Domain
EEEE EEEEEEEEE EE EEEEEE
EEE EEEEEEEEEEE EEEEEE
HHHH EEEEEEEE E EEEEE
EEEEEEEEEEEEE EEEEEEEEEE EEEEEEEEE
411 - - --QLQRKALLQE--~-~-===~=~~ RWAI- LE-ATHLR ------------- YGUALEGQTPVTTVPPG-------------- 469
383 - ---QHQHKALLQE-~-~-==~-==~=~~ RWCG-PLP-AIRLQ-----~-=====~~ YSLALD-QAPASTAPPG----------~-~-~-- 440
381 ----EQQKEVLADH-========~~ RAWTRQPVQ-TQSLC--=========== YSLCLDGDVALDAASSP------=-=-=====~ 440
381 ----QNRQHSLLEBL-----~-~--~-~~ DLSGHAVP- LQKLQ---========~~ YELSLNTTENCSVKTEETER-=======~~~ 443
350 -~ - - VEEKKVLCAE---==-===~~ NRILGASL--THSLLQ-===-======~~ HBLCENDSG------ -~ WQS-----===-=~-- 404
386 - -~ -NKYKELICDM==~======~- KWLETPL--DTHSVQ---==-=====~~ FEVHVSDCSD- -~ - - - REQK-=-======~~~ 442
339 -~ -~ ETRKSLIDSY---mmmmnmn- KDTLEGLTFG-DVEKRT============ ERFDVQHHDGQDEGETEKQEA- -~~~ -~~~ -~ 402
310 - - - -QKSRNKMDSY - === ===nw=- KDTLNMTLK-NVKDRK===========-= ENMKVEEEEEEDVSDKSQESEDI ==~~~ ~~ 376
350 - = - = - - INEDDVSA-==-======~-= AKEYG--LE-NVKKRN-==-==-==-m-- ELFSCKKVNTTETNASGQP----------~-- 408
324 - - -~ -~ DNDDISEl-===mmmm==- KSKFGIMLC-GTDKHR-=========~= EMAEISDSKSDISDSKSEISDSRREISDNSD 396
351 -~~~ LDESSELTAA-~-----=~~~~ DQSKGLLTGRTIERCQ--~-~-=======~ YRVAVRACENAKDNVVSLPDHYQG------- 419
325 - - -~~~ KSDSKKKN========~-- KKRKRIKTVLEISNRN-=====-===-- E CYNDTSNITPQVNLP----------- 387
353 - - -~~~ NSKNEILS-=-===-====-- VEKRFSIKIEK=-===mmoemeccccccccccecme e e [KEIN-= = m s m s e e e e e e e e e e m e o - 378
353 -~ - -YSARSLETTN----- YLKMKYS/ | ELKEPT---~- -~ RH- === mmmmm E ESNDEPMES---------comconn- 410
318 ----TCDNP | ITSKPPPAIVLKKAMNQRIHEILGNVEI ILQR-=========~= RSNDACVHSSTDGQQP SKRSKVEKMS 404
412 - ---SERL ASLEALSDYIEITEIEIEILQKSSRD ~~~~~~~~~~~~~~~~~~~~ NP SVKPK- ===~~~ 477
279 - === mmm == ADGKEKLEQMVGEQYGLQVELTEP----------emmmmmm- A\FSHLVWQLEVFPGRLVHGG-------~-~-~~~~~ P------- 329
269 -~ ~=- === m- - SLRQWLAQRQ I SADNLTQ---====-========e-=-==---LTAFRHEFSHFHLDIVPMWLPVSSFTG------------ CM- ===~~~ 315
450----IDE ------- DFYASCADVVHSICGSSBKFSKSRVG--------vnommun- . ETSADDDGDEAPPTRGDTA--- -~~~ 518
307 ----GSPRRQHQLMDAY LEAQLGVQLQQQBGAASGQAR AGGGVRVVEGRHP G----DLDTSARGADEAA---~-~--- 394
422 - - --AFANRPKSDVTEAHEAICDALVMASSTHRRIEAVSG-----=--===m=m====~ K ET--~--- ADCEHSNELISV-=~~~~- 490
366~~~~DEHELAQQIFIHEEKD ES AISEVFRQLAAALNSQKSFKLSVVSITEIEKM TEN------cemm- PCFLD----~~-- 446
246 - =~ === === ===~ LFPPEELPGREAAFG-----------=-"ccommm" VRSRPLG-EVRHBALTHRR---- - LRMEVMRG-------~-~-~~ ALWE-=-~--~-~-- 288
334 -~ --LITRRNEIDHFMKKSFRLDPE--KTYSMVLREDIG-------cccmconnnan- RLKG----GMSQLFRKQEK-~-~~~-~- 401
349 - - - -MTRRRKEMNRFLKKSFRLDPQ--KTCSVLLREDIG--------m-mmommmn- HLKG----DMSDLFSKQSR-~-~~~-~~ 416
387 - - - -GATRRKRIDRFLK-SFKLDTK-~-KNCRIVSREDVG-~------mmommmmmmm- HLKG----GMKISYENEDK-~-~~~-~~ 453
435 - - - - SATRRNAINVYLKEAFRFHVELKKACTIVSREELG---~-----=========~ LTG----GTEDLFKGBQAK-~-~~-~~~ 504
347 - - - - LLNRRKAMDKYLSKLLSIDMV~-~-RKPDVILREDVG------=-mmmmmmmmm== NLKD----GVDRLCKKGBA---~--~-~- 413
339 - - - -VLNRRKEMDKYLKQVLS IDVK-~RRSSVILREDVG-------mmommmnmmn~ T e 394
509 - -~-~-EKSRLMEMDNYLCDTLGFKIG-SGEYTVMKREEFG------=---=======~ STG----- EIEDKSTPKMQ--~~~-~~ 576
356 - - - -KDMQLAFDNALSSWISSENRQMIKKYQSCBR--------ccmmcmccan e m - DQKLQVQ---===============~ 412
347 - - - -KDMDAEFQKS | AQWI SNDSRSLIKKYQSRGR- === == -mmmmmmoommm e e oo = SPDIVIN------cmmmm e e e o - 403
487 - - - - - - NDSTTKSRKKQALDYASIL ESTDGYR SELGTVP] DDSDRS~- -~~~ LRTLPLE--~--=~-~~ 550
501 - - -~~~ NDSTVKTRKARATSYVAGV KGSCSP DEVSP-----~--- LAKLG-------- 567
524 - - - -~ - EGSTPAKRRSKALAHVSKLAGEH P SVP EDG-SL----- DDTKSLTK-===~~~ 593
516 - - - - - - EGSTSAKRKSKALVYLSKIGGEHDHKTS-=--mmommonnn- SGELGSVP| DDDWL- - -~ - SDSESLKK-==~~-~- 586
33 - -~ -~~~ AQTP SARVKMAKMHVASLLG----KQA-----=======~= PWLFSHLK LEMHBVHLFELAGPDPT- - -~ - SGGE----------- 395
521 - - - - - WNDGSAAMKKDKVRMVLKDVILKEVEBVSSW= = === m e v e ommw- VKRDEVG----SEGGEGNA------- 592
500 DNRVNHTQGD | EVYKQQALSFVASLRPPAAKSAPDP SDNKHVT ITARLQVDHIQPI TVEGQGTCSSTNNGAEMDG------- 595
252 === === SAKKSQDEERRVVLQIGAQLLNSAG---~-~--=====~=~ G DEECET---===mmmmmmmmmm === 312
HHHHHHHH HHHH EEEEEEEEEEEEEEEEEEEE
HHHHHHHHHHHHHHH EEEEEEEEEEEEEEEEEEE
HHHHHHHHHHHHHHHHHHHH EEEEEE EEEEEEEEEEEE
HHHHHHHH EEEEEE EEEEEEEEEEEEEEEEEEEEEEE
470 - - = = = - - LBMQEEFHE- - AA LAY A 0] (o] s R e 498
441 - - - - - - - LEWEEFCN- - AA L A R e 469
44] - - - - - - - VIEEEEFRA- - SAV KARETQRBV--------ccmmmc e m e e e e e e mc e m e cmcm e ccm e e e e m e === = = 471
444 - - - - - PLTRWVIEKKEFLN--SA KLCESHESS----------cmecm e e m e e m e cmmcmccc e ce e e e e mm === ==~ 476
405 - - - - - EKVQWLERSALQD--AAVESHIGMEIY - - - - - - - - -~ -~~~ ==~ --c-cccccccccee e emeemmmmmmemmemm e mm e m e 427
443 - - - - - QKTCWLEKSALQK--AA KLYESSSKLD=====-mmmmmcccccccc e e e e e e e e e e e e e e e e e e m e === === 476
403 - - - - - VERSELQG--AALSHAMBIY - - - - - - - - - - - - - - s s s e e e e e e e e e e e e m e e e e e e m e e e e 425
377 - - - - - VERSAFEG--QA Y R | e e 407
409 - - - - - - - MKWVNPEELDS- -8A KLYQSSQAKD======mmm-mecmccccc e e e e e e e e e e e e e e e e e e e m === 440
397 RCVIGN INCKWVKEEFLE- - SA RAYEKSLKEM===--cccccm e e e e m e cm e ccccce e e e e e e e m e m = m === 435
420 ----~-~- FR L“RQIAI-- A LT Y R e ] L i e 451
----- KEFNE- - R Y] B R e e e . ||
-~ =~AKSAVKRKR====mmmcmm e c e e e e e e e e cccccceccceeceee e e — e e ===~ 400
N 3 G I e 443
AVFKKACAEB-----------ccmmcm i mc e e e e e e e mm i cmc e cmmm e e e e e e mm === = 445
----------------------------------------------------------------------- 504
----------------------------------------------------------------------- 356
----------------------------------------------------------------------- 342
----------------------------------------------------------------------- 544
----------------------------------------------------------------------- 420
----------------------------------------------------------------------- 517
----------------------------------------------------------------------- 473
----------------------------------------------------------------------- 308
LHVPPTSLLASPSLDFQFHTHLYCFY IEP-----mm s cmc e m e mmm e e e e e e e e e e e === = 457
------------------------------------------------------------------------ 442
------------------------------------------------------------------------ 479
------------------------------------------------------------------------ 530
------------------------------------------------------------------------ 439
------------------------------------------------------------------------ 408
~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 602
----------------------------------------------------------------------- 437
----------------------------------------------------------------------- 428
SLIKATRE-====-mmmmccccccc e e e e e e e e e e e e eeeeee e e meem e ===~ 582
SLVKKRMAEVDNEVQ-=======m=-mmcccccccc e e e e e e e e e e e e e e e m = m ===~ 606
ALAKDQE--======mmmcceccec e e e e e e e e c e c e e e e e e e e e — e m === 624
R ] 1] 1 B e 618
ALVQDHDV === m s e s e c e e e e e ;e e e e e cceeccceceeecee e e e— e m e m === 424
AR Y ] o R e 625
LY oo B e 625
LYY [ Yl 3 R e e 345
EEE HHHHHHHHHHHHHH
EEE HHHHHHHH
HHHHHHHHHH HHHHHHHHHHH
EEEEEE HHHHHHHH
499 - -~ - e e e e m e e TCMGSKRS----QVSSP-CSRKKPRMGQQVLDNFFRSHISTDAHSSLNSAAQ--~-~~-- 547
470 - = === === mmmm e e mm e m - QGTRKGSKRS-~---QVCPP-SSRKKPSLGQQVLDTFFQRHIPTDKP---NSTTQ--~-~~~ 515
LY R e QSGRAKGSKRK-~-~--RESKLGAAGSTPTEGMQLSLRAFLRAQPPP--------oommmmnnn 511
LY A e CTAVNTSKKRKGDLAKVQLPSGRIKTEKGKQQS IQSFFKLATEK-=====mmmmmmmmm=- 520
477 ~ = === s e e e e e m - LKGKKRKAGPEKQSNK | KKPKDAATNVGPKQLCLSKFFSTSKTTVKSKCS-=-=======~ 526
L R e IKKIVDTLSQSVIBPRBAV -~ - - - mm e e e e e e e e e e 425
LY B e MNBGKASKKRKR=========== | EADBTYKQMCMESFFKVK===mmmmmmm e e e e e e = = = 470
436 -~~~ = mmmmmmmmmmemmmm - NKGVKRKRSK=========== TEVENTN-QPSISSFFKRKS=---mmmmmmmm e e m e - 465
L e SSSSLKRKTK=======~- SKETEBTVSKKQMTLQSYFKNSQTE-~--=-============ 486
L e EEPKREGKKKKCKTDSV I SDYFKKK=====mcmmoneenn- 444
1) e EVAVKGQRTLDALFSLQTNKKKKE==============-=- 424
L TPTKLTKK=-======mm - TTVRKSVKSAAISSFFTVKK==-mmmmmmmm e e e o oo 471
L L e QPCKPPKLKAV--==-=nmw=- DKKYKVDKSCP I IGSTRVTRSTSKLNK-======nnmw- 483
S505 -~ == =======mmmmmmmmm—————- EIYGSWGSFEESEAGA | LAKKQKRTNNKLTKPKPVVANRNEK I VKKVMMPPMPTTRKNVVDAVE 568
LY R et EYK-EWASEB------------ccccmom™ VRPPP-------mmmmm e e e e e e e m e - 369
L T R QLRTBAPV----- - mmmm e e e e e e m e rm e mm e e m - 350
Y R ELLTKREQAKKAP--------=-=--- RESAIGKLFAKKAKRGE----------cccmoccomanx 574
L R S KLFT--DACSKAA--~-==-======- SKQSITAFFRPKAPAAAAADBAASA--------nmmm- 456
I R AKCARGEVKHSGAQKRKFGYNRTDEDSQKTIRSFFTPRVDRTDVTVRDAEDLTSA- -~ ===~~~ 572
474 - = = = m e e e e AAGIPLTRKRFED---=----mmmmm e e e e mm ASTATHS-=-mmmecc e m e e e e == = 493
£ 1 R KALPLLAHABVVR---------cccmmm e e e e - - LPDA-----c e mm e e e e e e e m - 325
L R SIDTBVKAR-= === - - - e m e cm e m e e c e e c e e e e e e e e e e m === 466
443 - - - - s e e e IBLEBKKKV I FS-mmmm e e e e e e e e e e - FEIFYIIQMINLVII ------------------ 468
480 -~ -~~~ mmmmmmmmmmmm - NMIQKKVALEP---------cccmmemmmaan HPCQNKKNNSKKLKDS-======mmmmmmm - 506
X ) R PFRLQHIKRLSLDVMV === cnmenmenn EKEQILECRCIQWLKHTSKAY-=--coommommannae 567
L ) NMVRAFKEKSL-==========- AVSEIGHVPTRKRTRRLKR == === mmm e mm e e oo - 469
1 I NMVKAFKEK=============- RPKEQSQVPSRKRSRRLK--==-mmcmmmmmm e mm oo 435
1 R e EMFSALRQK--==-====mmommmn= QLTSSKTIKRKRSNLV-----mmmmm e mm e e e = 627
438 -~~~ mmmmmmmm e AALELRKRKVS-==-moonmmnx SLKDHRRTLLLPAFSQMKEKAV-= === mcmmmmmen= 470
L AALEIKKRKVT==mmmmmmmm SLSNFKEPKLTSARRIVTKAEC----==mmmmmmmm=-= 461
PCNA Binding Site
.
HHHHH HHHHHHHHH
HHHH HHHHHHHHHHH

HHH HH



